IDENTIFICATION

Species: Setaria viridis

Locus: Sevir.2G333300

Gene Model: Sevir.2G333300.1.p
Description: SVEXLB-01
Family: Expansin Like Beta

3D structure:

GENOME DATABASES
Phytozome: https://phytozome-next.jgi.doe.gov/info/Sviridis_v2_1
KEGG:-

EXTERNAL RESOURCES



https://phytozome-next.jgi.doe.gov/info/Sviridis_v2_1

GENE STRUCTURE
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Legend:
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DOMAIN ARCHITECTURE

! : 1 125 150 17 200 225 0 275 282

Query seq.
Superfanilies PLNE3023

+ Name Accession Description Interval E-value
[+ PLN03023 super family 33621 Expansin-like B1; Provisional 32-278 1.09e-78
SEQUENCES

Peptide

>SVEXLB-01

MTPSLILYICTIQSSKPCSFVSVPQMAFPMHCLSALLYLFALISKATADANFTVSKAVH

YPNSDTRGTETGACEYGAFGATLNNGDVSASASLYRNGVGCGACYQVRCTNPHYCS
PSGVTIVITDSGASNGTDFILSQHAFAGMGQNKDAGATLLNLGYVGIEYRRVPCIYPG

KNIIFKITESSHFPYYLEFEIWYQQGNQDIIAVQLCETVNLTCQLLGRTHGAVWAAISP

PNGPLNIRMLFSSGAPHRGDQKWLVSTSTIPQNWTAGATYDSGVQVQLQ*

CDS (coding sequence)
>SVEXLB-01

ATGACTCCATCTCTCATCTTATATATATGTACAATACAATCTTCTAAGCCTTGTTC
GTTCGTCTCTGTGCCACAGATGGCTTTTCCCATGCACTGCCTCTCAGCTTTGCTTT
ATCTGTTTGCACTCATCTCCAAGGCTACTGCAGATGCAAATTTCACGGTGTCAAA
AGCAGTACACTACCCCAACTCTGATACACGAGGGACCGAAACTGGAGCATGTGA
ATATGGTGCATTTGGGGCAACGCTCAACAATGGAGATGTTTCAGCATCAGCAAGT
CTATACAGGAATGGGGTAGGCTGTGGTGCATGCTACCAGGTTAGGTGCACAAATC
CTCACTACTGCTCCCCAAGTGGAGTGACAATCGTGATCACAGACTCTGGGGCAAG
CAACGGGACTGACTTCATCCTGAGCCAGCACGCCTTCGCTGGGATGGGGCAGAAC
AAGGACGCTGGTGCAACACTGCTGAACCTTGGTTATGTTGGAATTGAGTACAGGA
GGGTTCCATGTATCTACCCAGGCAAGAATATTATATTCAAGATTACTGAGAGCAG
CCATTTCCCTTACTATCTTGAATTTGAGATATGGTACCAACAAGGCAACCAGGAT
ATTATTGCAGTCCAGCTTTGTGAGACTGTGAACCTGACATGCCAGCTTCTGGGCC
GAACTCATGGTGCAGTATGGGCTGCTATCTCCCCACCAAATGGCCCTCTGAACAT
AAGGATGCTATTTAGCAGCGGAGCTCCACATCGCGGCGACCAGAAATGGCTGGTT
TCCACAAGCACAATACCACAGAACTGGACAGCAGGAGCCACGTACGATTCTGGG
GTCCAAGTGCAGCTGCAGTAG

Nucleotide
>SvEXLB-01

TATTTATCAGTTGTAAAAGTCAAATTCCAAAACCAAACTCTCCAGACACGGGAAC
GGAACATTTCTAAAACAATGAGACCCTGGAAACAGAACTTCCAGACAGCGCCTA
CTTCCTCGAGAATGAAGAAAGGAATCACAAGGACTCAGGCACGTGTGCACTCAG
AGAAGCATATTCAACAACAGCATTGGCATCCCCATCCATTCAAAACCAAAAGTTT



CCAGCTCGTAACTCGTGAGCAGCCTAAGGGGAGGCACCTCAAGTTGAGCACTATA
AATACATGACTCCATCTCTCATCTTATATATATGTACAATACAATCTTCTAAGCCT
TGTTCGTTCGTCTCTGTGCCACAGATGGCTTTTCCCATGCACTGCCTCTCAGCTTT
GCTTTATCTGTTTGCACTCATCTCCAAGGCTACTGCAGATGCAAATTTCACGGTGT
CAAAAGCAGTACACTACCCCAACTCTGATACACGAGGGACCGAAAGTAAGTAAC
ACGTAAGCAGTAATCTAAAGAGAAAAGTTTGCTAGGTTACCAGACTTCTGTGTAA
ATATTTATGTAAACCCTATACCAAAGGACAATTAAGTTTCTAACAAAGATTTTTC
AGCTGGAGCATGTGAATATGGTGCATTTGGGGCAACGCTCAACAATGGAGATGTT
TCAGCATCAGCAAGTCTATACAGGAATGGGGTAGGCTGTGGTGCATGCTACCAGG
TAAATTCATTTCCGCCAGCAGTAGTTGTGTAAACTACGAAACATAACTCCTTTGAT
CAAACTAAGATTGTTTGTGACTGCCAACAGGTTAGGTGCACAAATCCTCACTACT
GCTCCCCAAGTGGAGTGACAATCGTGATCACAGACTCTGGGGCAAGCAACGGGA
CTGACTTCATCCTGAGCCAGCACGCCTTCGCTGGGATGGGGCAGAACAAGGACGC
TGGTGCAACACTGCTGAACCTTGGTTATGTTGGAATTGAGTACAGGAGGTGCGTG
CATAAAAAGCATGGCTTAAGCTTTGAACGATGTGCCTACTTGCTTTATTTACAAG
GCAAATAAGCTGAAAATTACAACATAAATGATCTTGCATAATGAGTTAATGACAC
AACTGAGGCATGTTGAATTTTTCGTGGTTTCTCCCAACTTCAGGGTTCCATGTATC
TACCCAGGCAAGAATATTATATTCAAGATTACTGAGAGCAGCCATTTCCCTTACT
ATCTTGAATTTGAGATATGGTACCAACAAGGCAACCAGGATATTATTGCAGTCCA
GCTTTGTGAGGTAAACAGTAAACATTGCAGATCATGTAGAAAAAAGGCAGGAAA
TTTTATGATCATTCAGAAAGATTTAAATATGCAGGAACTTAAAATGAAATATTTA
GTTCTAAATACCTGTTGATTGATGACTGAATGCAGACTGTGAACCTGACATGCCA
GCTTCTGGGCCGAACTCATGGTGCAGTATGGGCTGCTATCTCCCCACCAAATGGC
CCTCTGAACATAAGGATGCTATTTAGCAGCGGAGCTCCACATCGCGGCGACCAGA
AATGGCTGGTTTCCACAAGCACAATACCACAGAACTGGACAGCAGGAGCCACGT
ACGATTCTGGGGTCCAAGTGCAGCTGCAGTAGCTATAATTGAATATACAACAGGA
TTATATAGCTAGTTATGATGATTGATTGTTACCTTGCATTCTGATCAAGTACGCTC
TTGCGACATATTTATTGTAATTTGTTAAGGTTGTGGTGCCTATATATCAATAATTT
CTCATGGAAGAATAAACAAAGTTTTCAGAA





